ABSTRACT The fungus Lecanicillium fungicola causes dry bubble disease in the white button mushroom Agaricus bisporus. Control strategies are limited, as both the host and pathogen are fungi, and there is limited understanding of the interactions in this pathosystem. Here, we present the genome sequence of Lecanicillium fungicola strain 150-1.
nonribosomal peptide synthase (NRPS) or NRPS-like clusters, 3 PKS-NRPS hybrids, 5 terpene synthases, and 1 indole cluster. Analysis of these gene clusters is ongoing.
The interaction between L. fungicola and its primary host, A. bisporus, remains far from fully characterized. While the disruption of ␤-1,6 glucanase resulted in reduced virulence (13) , knockout of the pmk1-like mitogen-activated protein (MAP) kinase did not affect virulence (14) , indicating that the models established for fungal plant pathogens might not readily apply to fungus-fungus interactions.
The genome sequence of L. fungicola provides a useful basis to uncover the molecular mechanisms underlying pathogenicity in the L. fungicola-A. bisporus interaction.
Data availability. This project has been deposited in DDBJ/ENA/GenBank under the accession number FWCC00000000 and BioProject number PRJEB19844. The genome assembly version is the first version and includes accession numbers FWCC01000001 to FWCC01000781. Raw sequencing data have been deposited under accession number ERR3181828. The annotated mitogenome has been deposited under accession number LR536627.
